A main challenge in genome-wide association studies (GWAS) is to prioritize genetic variants and 
enriched GO terms were detected, including known and novel pathways, e.g. 'Zinc ion homeostasis' 1 0 5
and 'Glutathione related biological processes' (Supplementary Table 10 ). Thus, using BMI 1 0 6 summary statistics, FUMA confirmed known genes but also prioritized novel genes, including 1 0 7
potential causal genes located outside the GWAS risk loci of BMI, which were missed in the 1 0 8
original study.
To further illustrate its utility, we applied FUMA to the summary statistics of two other traits:
Crohn's disease 21 (CD) In summary, FUMA provides an easy-to-use tool to functionally annotate, visualize, and interpret
results from genetic association studies and to quickly gain insight into the directional biological
implications of significant genetic associations. FUMA combines information of state-of-the-art
biological data sources in a single platform to facilitate the generation of hypotheses for functional
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